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Some Highlights Since the Last BRC Meeting

• Inclusion of essentially all complete genomes in
NMPDR to support comparative analysis

• Acceleration of our update and data release cycle
to approximately two weeks (version 5)

• Integration of BRC data via BRC central as
external expert sources in NMPDR

• Beginning collection of annotation statistics
• Subsystems extension beyond conserved core
• Started development of an in silico drug target

development pipeline
• Multiple workshops, posters and tutorials
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Current NMPDR Usage Statistics

• About 1,000 requests per day
• Downloading about ~50 MB per day
• 35% .edu, 33% .com, 14% .net, 4% .gov,

2% .ca (Canada), > 1% (France, Germany,
Thailand, Brazil, Japan, Norway, Mexico,
UK, Malaysia, Australia, Belgium, Italy,
Sweden)

• Significant number coming in via organism
search terms (genus mainly)
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All Complete Genomes in NMPDR
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Integrating BRC Central Data
Sources into NMPDR
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Subsystem Coverage - NMPDR
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Subsystems Activity



www.nmpdr.org

Annotation Activity All Organisms
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Annotation Activity for NMPDR
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Assignment Coverage for NPMDR



Virulence-related Subsystems
in NMPDR

• Attachment and colonization factors;
- Pili and fimbriae
- Nonfimbrillar adhesins

• Multiplication and Nutrition in host:
- Iron scavenging mechanisms

• Invasion and intracellular survival
• Evading host defense mechanisms

- Capsules, extracellular polymers
- Antigenic variation

• Antibiotic resistance
• Toxins
• Pathogen. islands, prophages, gene clusters
• Other virulence factors:

- Regulation of virulence
- Secretion systems
- Motility and hemotaxis
- Classification of virulent strains

• Entire Virulome
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Drug Target Development and
Screening
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Future Plans

• Comprehensive “virulome” annotation
• Microarray data integration with subsystems
• Inference and computed evidence for assignments
• GO terms integration via subsystems and UniProt
• Reactions assigned to functional roles to support

metabolic modeling
• Integration of promoters, transcription factors and

regulatory sites with subsystems
• Detailed gene family histories and evidence for

horizontal gene transfer
• Rapid assignment propagation capability for new

genomes


